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Introduction
Colonization of the nasal mucosal with Staphylococcus
aureus and the production of superantigenic enterotox-
ins by the bacteria are crucial amplifying factors of the
pro-inflammatory mechanisms operating in chronic
upper airways diseases such as chronic rhinosinusitis
and nasal polyposis.
Methods
Nasal polyp tissue from 10 patients with chronic rhinosi-
nusitis/nasal polyposis and inferior turbinate from
8 healthy subjects were obtained fragmented and cultured
in presence and absence of S. aureus enterotoxin B
(0.5µg/ml) for 24 hours. Then total RNA was isolated,
transcribed to cDNA and used for microarray analysis
using the Affymetrix Human Gene 2.1 ST Array. Data was
then corrected and differentially expressed genes were
selected according to the corrected P value < 0.05 and a
change fold higher than 2. Pathway overrepresentation
analysis was then performed in each group of genes.
Results
The number of genes showing differential expression
between nasal polyp and control tissues as well as the
genes and pathways differentially regulated after stimu-
lation with S. aureus enterotoxin B in each of the groups
is described in Table 1.
Conclusions
We demonstrated that S. aureus enterotoxin B may
influence important pathways linked to T-cell receptor,
interferon signalling and adaptative immune response.
Authors’ details
1Ghent University, ENT Department, Ghent, Belgium. 2Karolinska Institute,
ENT Department, Stockholm, Sweden.
Published: 26 June 2015
doi:10.1186/2045-7022-5-S4-O7
Cite this article as: Perez Novo et al.: Genome wide gene expression
analysis of nasal mucosa from patients with chronic rhinosinusitis and
nasal polyposis stimulated with staphylococcal enterotoxin B. Clinical
and Translational Allergy 2015 5(Suppl 4):O7.
Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color figure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit1Ghent University, ENT Department, Ghent, Belgium
Full list of author information is available at the end of the article
Perez Novo et al. Clinical and Translational Allergy 2015, 5(Suppl 4):O7
http://www.ctajournal.com/content/5/S4/O7
© 2015 Perez Novo et al. This is an Open Access article distributed under the terms of the Creative Commons Attribution License
(http://creativecommons.org/licenses/by/4.0), which permits unrestricted use, distribution, and reproduction in any medium, provided
the original work is properly cited. The Creative Commons Public Domain Dedication waiver (http://creativecommons.org/
publicdomain/zero/1.0/) applies to the data made available in this article, unless otherwise stated.
